Amendments to Specification: 

Please insert the enelosed paper copy of the sequence listing into the 
application after the section entitled "Abstract of the Disclosure" 

Please replace paragraph [0016] bridging pages 7 and 8 of the application with 
the following amended paragraph: 

Fig 2 GLD-2 belongs to the poip nucleotidyltransferase 
2a: pot P superfamily (adapted Moll 
color-coded circles represent ^^J^^£^J^ PAP, eukaryotic 
imp ortant here are the eukaxyo Uc ^ 2b . d: Color coding of 

poly(A) polymerase, and 2 ^5 oug y pApg ^ G., et al 

domains based on crystal structures °* bovine ^ ic domain; blue, central 

supra, 2000; Bard, J gt al., supm, 2000). Gold caUUyt § ^ 

domain; violet, RRM domain. domains identified by pfam 

Dro S0 ^//a (Dm), human Hs) yeast g c^ ^ 2002) color-coded 

search (Bateman, A., ej al., J^^f** p ' AP (Martin , G., et al., 

regions based on crystal structures f n . b 0 7 n F e / A / c .^ ine PAP 3 _D structure, with 
supra, 2000; Bard, J., et al., supra 2000). £fr 2c. J3ovme 

Residues shown in T' 
^t^o^se^ 

ClustalW program (Thompson, JJ> • | al., ^eic ^ ^ 313:9 o3-919, 2001). 
and poip superfamily analyses (Gough J f ^^^^aJ^cPAP^AP, 
TheMlinoa^^ 

GLD-2 and homologs created with PHYLIP pro-am t Washi SeatUe> 

I^Sm, Drosophila; Hs, h = Mm, mouse; Os nc. Sp, 

Ardbidapsis. Only ho , mo ^f was ™ using the catalytic and central 

le-in the first PSI blst were u.ed t« ^ fa Jf cycle contro l; 

domain sequences as in 2d. , »-iai ^ 
functions of others are unknown.- 

Please replace paragraph [0025] on page 11 of the application with the 
following amended paragraph: 

_ Fig . u. Amino acid science alignments^ : pu^ive 
diagram of bovine PAP 3D i structure -.m .complex wrth 3 on pDB file 
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sequence alignment of the putative catalytic region of proteins tested in the tethered 
assay fthe displayed sequences for Cel GLD-2, Mml HsK Ce2, Atl, Hs2„ and 
Bovine PAP are listed in the sequence listing as SEP ID NO:6. SEP ID NO:7. SEP 
ID NP:8, SEP ID NP:9. SEP ID NP:10. SEP ID NP:1K and SEP ID NP:12. 
respectively) . Color-coding of amino acids and regions used the same scheme as in 
(A). D608 5 the 608th residue (aspartate) in C. elegans GLD-2 that is essential for 
activity (Wang, L., et al., supra , 2002).- 



